We have identified> 48 potential VNTR markers from the genomic sequence. This represents the first step towards development of a MLVA system. . 
We will be developing primers, optimizing reactions and testing for primer compatibility in multiplex reactions in the next few months. A 25 marker MLVA system will be developed by the end of the contract period.
Goal 2. MLVA genotype data for 40 X pestis samples from USAMRIID
The core set of Y pestis samples from USAMRIID represent a very diverse collection and its analysis is intended as abroad assay of diversity. A full analysis of 40 samples may not be necessary in order to accomplish this goal and we have selected a representative core set of 12, instead. With identification of the additional -30 potential VNTR regions, the prospects for a 25 marker MLVA system appear very good. We will be screening these regions for variation over the next few months. In addition, we will be attempting to combine these markers into multiplex reaction cocktails. We have screened all available R tularensis genomic sequence. We have contacted the consortium of labs performing the sequence determination, but they have refused to release additional information. Identification of 21 additional potential VNTR regions is dependant upon the availability of these data. 
